Recently, we determined the X-ray crystal structure of full-length cryptochrome from Drosophila 1 . Here we report an improved model of the Drosophila cryptochrome (dCRY) structure that corrects errors in the original coordinates (Protein Data Bank (PDB) accession 3TVS). Further refinement of the structure, with automated rebuilding algorithms in Phenix 2 followed by manual building, indicated that a model of dCRY could be produced with excellent refinement statistics without taking into account the non-merohedral twinning originally reported ( Table 1) .
The rebuilt structure has a root mean squared deviation (r.m.s.d.) on Ca positions of 2.4 Å compared to the deposited coordinates, with most differences found in the conformation of surface loops (Fig. 1) . However, the new analysis also indicates that the sequence register of the carboxy-terminal tail (CTT) helix is displaced by two residues (Fig. 2 ). This change in sequence register offsets the invariant FFW motif along the helix axis such that Phe 534, and not Trp 536, approaches closest to the flavin ring (Fig. 3) . In the new model, the three residues composing the FFW motif continue to make extensive interactions with the photolyase homology domain. This new position of the FFW motif is more consistent with the cellular data of Supplementary Fig. 6 of ref. 1, which shows that substitution of FFW to three alanine residues has a marked effect on dCRY stability, but that the Trp536Ala substitution alone does not. The configuration of the flavin centre is similar between the old and new models, with the largest difference in the angle of the ribityl-to-flavin (N10) bond (Fig. 4) . Phosphorylation of Thr 518 is not apparent in the new electron density maps despite identification of this modification by mass spectrometry.
The errors in the original structure stemmed from model bias introduced during the detwinning procedure. Lower resolution data sets to which the original dCRY structure was built appear to suffer more from twinning than the 2.3 Å resolution data that the final model was refined against. Although the high-resolution data does contain indications of non-merohedral twinning, including intensity oscillations along the reciprocal space l axis and spurious Patterson peaks, a model that agrees well with the diffraction data as collected can be produced without compensation for these effects (Table 1) . (yellow) and rebuilt structure (pink). Sequence register in CTT of rebuilt structure is displaced two residues towards the C terminus compared to 3TVS. Right, electron density for the CTT using phases derived from the new model. The F obs 2 F calc omit map electron density is contoured at 3s. Superposition of key residues in dCRY flavin centre between 3TVS (yellow) and rebuilt structure (pink). Position of Trp 536 and linkage between flavin ring and ribityl chain differs in rebuilt structure compared to 3TVS. BRIEF COMMUNICATIONS ARISING
